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SEQUENCE LISTING 

(1) GENERAL INFORMATION 

(i) APPLICANT: Coleman, Roger 
Bandman, Olga 

(ii) TITLE OF THE INVENTION: NOVEL HUMAN C5A-LIKE RECEPTOR 

(iii) NUMBER OF SEQUENCES: 3 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Incyte Pharmaceuticals, Inc. 

(B) STREET: 3174 Porter Drive 

(C) CITY: Palo Alto 

(D) STATE: CA 

(E) COUNTRY: USA 

(F) ZIP: 94304 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Diskette 

(B) COMPUTER: IBM Compatible 

(C) OPERATING SYSTEM: DOS 

(D) SOFTWARE: FastSEQ for Windows Version 2.0 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: To Be Assigned 

(B) FILING DATE: Herewith 

(C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 

(B) FILING DATE: 

(viii) ATTORNEY /AGENT INFORMATION: 

(A) NAME: Billings, Lucy J. 

(B) REGISTRATION NUMBER: 36,749 

(C) REFERENCE /DOCKET NUMBER: PF-0198 US 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 415-855-0555 

(B) TELEFAX: 415-845-4166 

(C) TELEX: 



(2) INFORMATION FOR SEQ ID NO : 1 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 319 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: Consensus 

(B) CLONE: 346874 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 
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(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1257 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: Consensus 

(B) CLONE: 346874 

(xi) SEQUENCE DESCRIPTION: 

CAGCTCATGC TTCTCTGAAG ACTTGCAGCA 
CAGTGTTTTG GAGTGGTTTT GAATGTGATT 
GGCTTTATAT CTTACCAGCT ACWCAACCTT 
GCAGTCATCC TTACTTTCCC TCAAGATGAC 
AGATCTGGAG CCATTCACGT ATTTTTTTTA 
TTGTTTTGCA ACCTGGGCTT TTATACAGAA 



SEQ ID NO : 2 : 

AGGCTTGCTG AGGCTCACAG AAGATAGCCC 60 

C TGAGATC AG ACTGACTGAG CTGGAATCCT 120 

GGAGTCTTAG AAATTTTTTC TTTTCARTAA 180 

AAACAGTTCG TTCTTCTGCC CAGTTTATAA 2 40 

TTTAGTTTTC CTTGTTGGAA TTATTGGAAG 3 00 

GAATACGAAT C AC AGGTGT G TGAGCATCTA 3 60 
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CTTAATTAAT TTGCTTACAG CCGATTTCCT GCTTACTCTG GCATTACCAG TGAAAATTGT 42 0 

TGTTGACTTG GGTGTGGCAC CTTGGAARCT GAAGAT ATT C CACTGCCAAG TAACAGCCTG 480 

CCTCATCTAT ATCAATATGT ATTTATCAAT TATCTTCTTA GCATTTGTCA GCATTGACCG 540 

CTGTCTTCAG CTGACACACA GCTGCAAGAT CTACCGAATA CAAGAACCCG GGTTTGCCAA 600 

AATGATATCA ACCGTTGTGT GGC TAATGGT CCTTCTTATA ATGGTGCCAA ATATGATGAT 66 0 

TCCCATCAAA GACATCAAGG AAAAGTCAAA TGTGGGTTGT ATGGAGTTTA AAAAGGAATT 72 0 

TGGAAGAAAT TGGCATTTGC TGACAAATTT CATATGTGTA GCAATATTTT TAAATTTCTC 7 80 

AGCCATCATT TTAATATCCA ATTGCCTTGT AATTCGACAG CTCTACAGAA ACAAAGATAA 840 

TGAAAATTAC CCAAATGTGA AAAAGGCTCT CATCAACATA CTTTTAGTGA CCACGGGCTA 900 

CATCATATGC TTTGTTCCTT AC C AC ATTGT CCGAATCCCG TATACCCTCA GC C AG AC AGA 960 

AGTCATAACT GATTGCTCAA CCAGGATTTC ACTC TTC AAA GCCAAAGAGG CTACACTGCT 1020 

CCTGGCTGTG TCGAACCTGT GCTTTGATCC TATCCTGTAC TATCACCTCT CAAAAGCATT 1080 

CCGCTCAAAG GTCACTGAGA CTTTTGCCTC ACCTAAAGAG ACCAAGGCTC AGAAAGAAAA 1140 

ATTAAGATGT GAAAATAATG CATAAAAGAC AGGATTTTTT GTGCTACCAA TTCTGGCCTT 1200 

ACTGGACCAT AAAGTTAATT ATAGCTTTGA AAGATAAAAA AAAAAAAAAA AAAAAAA 1257 

(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 350 amino acids 
<B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: GenBank 

(B) CLONE: 1152 62 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 
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